
Normal cellular response to chemoattractant signaling. 
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Inhibitors of cADPR production 
by CD38 prevent capacitative 
Ca2+ entry and chemoattractant 
induced migration 
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Proteins thai regulate CD38 expression (screens will 

identify compounds that activate or inactivate these proteins) 




Alternative substrates for CD38 may 
generate inhibitors of cADPR and 
prevent capacitative Ca2+ release 
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Inhibitors of cADPR binding 
block capacitative Ca2+ influx 
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ACACAATTCA AACGGAACAA TACTTCCATT CTCAAGTGAT GAACATCATT 



CGTGGAATGT GTAAACGTCT TGGAGTATGT CGTTCTCTAG AAACTACATT 



-GGAGTATGT CGTTCTCTAG AAACTACATT 

CGTGGAATGT GTAAACGTCT TGGAGTATGT CGTTCTCTAG AAACTACATT 
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TCCAGGATAT CTGTTTGATG AATTGAATTG GTGTAATGGC AGTTTAACAG 



01- 



Consensus 

EST AW017229 comp 
EST A 1 067047 comp 
EST N20756 
SM38 



Consensus 

EST AW017229 comp 
EST A 1 067047 comp 
EST N20756 
SM38 



Consensus 

EST AW017229 comp 
EST A 1 067047 comp 
EST N20756 
SM38 



Consensus 

EST AW017229 comp 
EST A 1 067047 comp 
EST N20756 
SM38 



Consensus 

EST AW017229 comp 
EST A 1 067047 comp 
EST N20756 
SM38 



TCCAGGATAT CTGTTTGATG AATTGAATTG GTGCAATGGC AGTTTAACAG 
TCCAGGATAT CTGTTTGATG AATTGAATTG GTGTAATGGC AGTTTAACAG 



GCAACACAAA ATACGGGACT GTATGTGGAT GCGATTATAA AAGTAATGTT 
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10/15/01 HON 19:07 FAX 518^1 5.126 TRUDEAU INST U002 

' GGAA AGAACGTAGACATATATTGTTATATAGATTTGTTCAeTTATTTTTCACAATCTTTTAATTCAAATA 70 

E R T . TY1VI. ICSVIFHNLLIQI 

-ATGATGAACGTAATATTGTTTCTTACTTTATCAAATATTTTTGTCTTTAACTCTGCACAACATCAAATAA 140 
MM IMVllFLTLSNirVFNSAQHQI 

ArTTACTTAGTGAAATAGTACAATCACGATGTACTCAGTGGAAGGTTGAACATGGAGCTACTAATATAAG 210 

III s e i v o s r c t q w k v e h g a t n i s 

TTGTA'GTGAGATCTGGAATTCATTTGAAAGCATTTTACTTTCAACTCATACTAAATCAGCATGTGTTATG 2B0 
CSEI WNSFESILLSTHTKSACVM 

AAATCAGGGTTATTCGATGATTTTGTTTATCAATTGTTTGAATTGGAACAACAACAACAACAGCGACACC 350 
K s GLFDDFVYQLFELEQQQQQRH 



ACACAATTCAAACGGAACAATACTTCCATTCTCAAGTGATGAACATCATTCGTGGAATGTGTAAACGTCT 
H j I QTEQYFHSQVMN I IRGMCKRL 
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«- TGGAGTATGTCGTTCTCTAGAAACTACATTTCCAGGATATCTGTTTGATGAATTGAATTGGTGTAATGGC 190 

U GVCRSLE TTFPGYLFDELNWCNG 

AGTTTAACAGGCAACACAAAATACGGGACTGTATGTGGATGCGATTATAAAAGTAATGTTGTTCATGCGT 560 
£) SLTGNTKYGTVCGCDYKSNVVHA 

B TCTGGCAAAGTGCTTCGGCTGAGTATGCCAGGAGAGCATCTGGTAACATCTTTGTGGTACTGAATGGCTC 630 

K' FWQSASAEYARRASGN I FVVLNGS 



G GTC AA AG CTC CATTTAATGAAAATAAAACTTTTGGAAAAATAGAAC'ACC A T-TGT-T-AA AAC ATC CTCGA- 
VKAPFNENKTFGK 1 ELPLLKHPR 

GTACAACAATTAACAGTGAAATTAGTTCATAGTTTGGAAGATGTAAATAACCGACAAACATGTGAATCGT 770 

VQQLTVKLVHSLEOVNNRQTCES 

GGAGTCTGCAAGAACTTGCAAACAAGCTGAACTCTGTACATATTCCTTTTCGTTGCATTGACGATCCTTT 840 
WSLQELANKLNSVHIPFRC IDDPL 

AGAGTTCAGACATTATCAATGCATTGAAAATCCTGGCAAACAACTATGTCAGTTTTCAGCTTCGACGAGG 910 
EFRHYQC ! ENPGKQLCQFSASTR 

TCAAACGTCGAGACATTACTCATACTTTTTCCGCTAGTCATTTGTTTAACTTTTTATACTTCCATGAATT 980 
SNVETLLILFPLVICLTFYTSMN 

GAAATAACTTTTCAGAACTAAACTTTGAACAGAGAAAGAGAACAATGATAATAAAGGAATAGGACATTAA 1050 
MNFSELNFEQRKRTMI1KE. DIN 
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ATGATGAAYG TNATHYTNTT YYTNACNYTN WSNAAYATHT TYGTNTTYAA 50 

YWSNGCNCAR CAYCARATHA AYYTNYTNWS NGARATHGTN CARWSNMGNT 100 

GYACNCARTG GAARGTNGAR CAYGGNGCNA CNAAYATHWS NTGYWSNGAR 150 

ATHTGGAAYW SNTTYGARWS NATHYTNYTN WSNACNCAYA CNAARWSIMGC 200 

NTGYGTNATG AARWSNGGNY TNTTYGAYGA YTTYGTNTAY CARYTNTTYG 250 

ARYTNGARCA RCARCARCAR CARMGNCAYC AYACNATHCA RACNGARCAR 300 

TAYTTYCAYW SNCARGTNAT GAAYATHATH MGNGGNATGT GYAARMGIMYT 350 

NGGNGTNTGY MGNWSNYTNG ARACNACNTT YCCNGGNTAY YTNTTYGAYG 400 

ARYTNAAYTG GTGYAAYGGN WSNYTNACNG GNAAYACNAA RTAYGGNACN 450 

GTNTGYGGNT GYGAYTAYAA RWSNAAYGTN GTNCAYGCNT TYTGGCARWS 500 

NGCNWSNGCN GARTAYGCNM GNMGNGCNWS NGGNAAYATH TTYGTNGTNY 550 

TNAAYGGNWS NGTNAARGCN CCNTTYAAYG ARAAYAARAC NTTYGGNAAR 600 

ATHGARYTNC CNYTNYTNAA RCAYCCNMGN GTNCARCARY TNACNGTNAA 650 

RYTNGTNCAY WSNYTNGARG AYGTNAAYAA YMGNCARACN TGYGARWSNT 700 

GGWSNYTNCA RGARYTNGCN AAYAARYTNA AYWSNGTNCA YATHCCNTTY 750 

MGNTGYATHG AYGAYCCNYT NGARTTYMGN CAYTAYCART GYATHGARAA 800 

YCCNGGN AAR CARYTNTGYC ART TYWSNGC NWSNACNMGN WSNAAYGTNG 850 

ARACNYTNYT NATHYTNTTY CCNYTNGTNA THTGYYTNAC NTTYTAYACN 900 

WSNATGAAY 909 



